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FIGURE 3A 



ATGGACAAAACTCACACATGTCCACCTTGTCCAGCTCCGGAACTCCTGGGGGGACCGTCA 

1 + + + + + + 60 

TACCTGTTTTGAGTGTGTACAGGTGGAACAGGTCGAGGCCTTGAGGACCCCCCTGGCAGT 

a MDKTHTCPPCPAPELLGGPS 

GTCTTCCTCTTCCCCC C AAAAC C C AAGG AC AC C C TC ATG ATC TC C C GG AC C C C TG AGGTC 
CAGAAGGAGAAGGGGGGTTTTGGGTTCCTGTGGGAGTACTAGAGGGCCTGGGGACTCCAG 

a VFLFPPKPKDTLMISRTPEV 

ACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAACTGGTACGTG 

121 + + + + + + 180 

TGTACGCACCACCACCTGCACTCGGTGCTTCTGGGACTCCAGTTCAAGTTGACCATGCAC 

a TCVVVDVSHEDPEVKFNWYV 

GACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGCAGTACAACAGCACG 
CTGCCGCACCTCCACGTATTACGGTTCTGTTTCGGCGCCCTCCTCGTCATGTTGTCGTGC 

a DGVEVHNAKTKPREEQYNST 

TACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTAC 

241 + + + + + + 300 

ATGGCACACCAGTCGCAGGAGTGGCAGGACGTGGTCCTGACCGACTTACCGTTCCTCATG 

a YRVVSVLTVLHQDWLNGKEY 

AAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCC 

301 + + + + + + 360 

TTCACGTTCCAGAGGTTGTTTCGGGAGGGTCGGGGGTAGCTCTTTTGGTAGAGGTTTCGG 

a KCKVSNKALPAPI EKT I SKA 

AAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGGATGAGCTGACC 
TTTCCCGTCGGGGCTCTTGGTGTCCACATGTGGGACGGGGGTAGGGCCCTACTCGACTGG 

a KGQPREPQVYTLPPSRDELT 

AAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTG 

421 + + + + + + 480 

T TC T TGGTC C AGTC GG AC TGG AC GG AC C AGT T TC C G AAG AT AGGGTC GC TG T AGC GGC AC 

a KNQVSLTCLVKGFYPSDIAV 

GAG TGGG AG AGC AATGGGC AGC C GG AG AAC AAC T AC AAG AC C AC GCCTCCCGTGC TGG AC 

481 -f + + + + + 540 

CTCACCCTCTCGTTACCCGTCGGCCTCTTGTTGATGTTCTGGTGCGGAGGGCACGACCTG 

a EWESNGQPENNYKTTPPVLD 

TC C G AC GGC TC C TTCTTCCTC T AC AGC AAGC TC AC C G TGG AC AAG AGC AGGTGGC AGC AG 

541 + + + + + + 600 

AGGCTGCCGAGGAAGAAGGAGATGTCGTTCGAGTGGCACCTGTTCTCGTCCACCGTCGTC 

a SDGSFFLYSKLTVDKSRWQQ 

GGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAG 

601 + + + + + + 660 

C C C T TGC AG AAG AG T AC G AGGC AC T AC G T AC TC C GAG AC G TGT TGG TG ATG TGC G TC TT C 

a GNVFSCSVMHEALHNHYTQK 



FIGURE 3B 



AGCCTCTCCCTGTCTCCGGGTAAA 

+ + 684 

TC GG AGAGGG AC AG AGGC C C AT T T 
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